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DNA sequence of Tm 13.17 cDNA clone 
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1 AGTGGATCCAAAGAATTCGGCACGAGACTACTAAdElSAAGTTGCTCTGTTGTCTAATCT 



6 1 ccctcattctgttggtcacagttcaggccctgaccgaggcaayulttg&g2u^ctgaac^ 
lillvtv qa ^l teaqiekl nk 

121 agatcagcaaaaaatgtcaaaatgaaagtggacStgtcgcaagagatcataaccaaagctc 
iskkcqnesgvsqei itkar 

181 gcaacggtgactgggaggacgatcctaaactgiyy^cgccaagttttttgcgtggccagga 
ngdweddpklkrqvfcvarn 

241 acgccggtctggccacggaatcgggagaggtggtggtcgaggtgttgagggagaaggtga 
aglate s gevvvdvl're k vr 

301 ggaaggtcactgacaacgacgaagaaactgagaaaatcatcaataagtgcgccgtcaaga 
kvtdndeetekiinkcavkr 

351 gagatacrgtt.gaagagacggtgttcaatactttcaaatgtgtcatgaaaaacaagccaa 
dtveetvfntfkcvmknk pk 

421 agttctcaccagttgattgaaccaccacgactagtagatggttcaaatggtgtgctttac 

F S P V D * 



o 
I 

481 ATATAAAAArAAAGTGTTTCTGATGTAAAAAAAAAAAAAAAAAAAA AAAAAACTCG 
polyadenylation signal poly (A) tail (26) 

537 AGAGTATTCTAGAGCGGCCGCGGGCCCATCGTTTTCCACCG 
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h 



1 

FIG 2.6a I 



cleavage site 

M K, LLCCLISLICCV, T V Q A ,^ 



n-region h-region c-region 

(basic) (central hydrophobic) (more polar) 
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A. Mature Tm 13.17 amino acid residure 

1 LTEAQIEKLN KISKKCQNES GVSQEIITKA RNGDWEDDPK LKRQVFCVAR 
51 NAGLATESGE VWDVLREKV RKVTDNDEET EKIINKCAVK RDTVEETVFN 
101 TFKCVMKNKP KFSPVD 

B. Summary of the composition analysis for the mature Tm 13.17 
sequence: 



Residue 


Number 


Mole Percent 


A = Ala 


6 


5.172 


B = Asx 


0 


0.000 


C = Cys 


4 


3.448 


D = Asp 


8 


6.897 


E = Glu 


13 


11.207 


F = Phe 


4 


3.448 


G = Gly 


4 


3.448 


H = His 


0 


0.000 


I = lie 


6 


5.172 


K =Lys 


16 


13.793 


L = Leu 


5 


4.310 


M = Met 


1 


0.862 


N = Asn 


8 


6.897 


P = Pro 


3 


2.586 


Q = Gin 


4 


3 .448 


R = Arg 


6 


5.172 


S = Ser 


5 


4.310 


T = Thr 


8 


6.897 


V =Val 


14 


12.069 


W = Trp 


1 


0.862 


Y = Tyr 


0 


0.000 


Z = Glx 


0 


0 .000 



Molecular weight = 13171,96; Residues = 116; Average Residue Weight = 113.551 
Charge = 1 ; Isoelectric point = 7.74. 
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FIG 2-7 



Tm 13.17 3 EAQIEKLNKISKKCQNESGVSQEIITKARNGDWEDDPKLKRQVFCVARNA 52 

1.^ 111-. I- |..!ll!hl -Ml': IIMII :-M: :-| 
AFP-3 1 ETPREKLKQHSDACKAESGVSEESLNKVRNREEVDDPKLKEHAFCILKRA 50 

Tm 13 .17 53 GLATESGEVWDVLREKVRKVTDNDEETEKIINKCAVKRDTVEETVFNTF 102 

AFP-3 51 GFIDASGEFQLDHIKTKFKENSEHPEKVDDLVAKCAVKKDTPQHSSADFF 100 

Tm 13.17 103 KCVMKNKP 110 

III -1- 
AFP~3 101 KCVHDNRS 108 



Percent identity: 39.8 (identical amino acids; Percent similarity: 58.3 (identical amino 
acids plus conservative amino acids). 
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FIG 2.12 



2-2 



1 GGCACGAGCA A AAIaTgIa AACTCCTCTT GT GCTTT GCGTT CGCCGCC 



M K L L L C F A F A A 



47 ATCGTCATCGGAGCTCAGGCTCTCACCGACGAACAGATACAGAAA 
I VI GAQA^LTDEQI QK 

92 AGGAACAAGATCAGCAAAGAATGCCAGCAGGTGTCCGGAGTGTCC 
RNKi SKECQQVSGVS 

137 CAAGAGACGATCGACAAAGTCCGCACAGGTGTCTTGGTCGATGAT 
QETI DKVRTGVLVDD 

182 CCCAAAATGAAGAAGCACGTCCTCTGCTTCTCGAAGAAAACTGGA 
PKMKKHVLCFSKKTG 

226 GTGGCAACCGAAGCCGGAGACACCAATGTGGAGGTACTCAAAGCC 
VATEAGDTNVEVLKA 

271 AAGCTGAAGCATGTGGCCAGCGACGAAGAGGTGGACAAGATCGTG 
KLKHVASDEEVDKI V 

316 CAGAAGTGCGTGGTCAAGAAGGCCACACCAGAGGAAACGGCTTAT 
QKCVVKKATPEETAY 

361 GACACCTTCAAGTGTATTTAGGACAGCAAACCTGATTTCTCTGCT 
DTP K' CI YDSKPDFSP 

406 ATTGATTAATTGTTTTGTATTTGACTGAATTTTGA C AAT A A A G G T 
ID* 

polyadenylation signal 

451 ACTATCGTTATGTAAAAAAAAAAAAAAAAA 

poly (A) tail 

FIG 3.0 



2-3 



1 GGCACGAGCA AA AET_elA A ACT CCT CTT GT GCTTT GCTTT CGCCGCC 

MKLLLCFAFAA 

47 ATCGTCATCGGAGCTCAGGCTCTCACCGACGAACAGATACAGAAA 
I VI G A Q A j^L T D E Q I Q K 

92 AQQAACAAGATCAGCAAAGAATGCCAGCAGGTGTGCGGAGTGTCC 
RNKI SKECQQVSGVS 

137 CAAGAGACGATCGACAAAGTCCGCACAGGTGTCTTGGTCGACGAT 
QETi DKVRTGVLVDD 

182 GCGAAAATGAAGAAGCACGTCCTCTGCTTCTGGAAGAAAACTGGA 
PKMKKHVLCFSKKTG 

226 GTGGCAACGGAAGCCGGAGACACCAATGTGGAGGTACTCAAAGCC 
VATEAGDTNVEVLKA 

271 AAGCTGAAGCATGTGGCGAGCGACGAAGAAGTGGAGAAGATCGTG 
KLKHVASDEEVDKI V 

316 CAGAAGTGCGTGGTCAAGAAGGCCACACCAGAGGAAACGGCTTAT 
OKCVVKKATPEETAY 

361 QACACCTTCAAQTGTATTTACQACAGTAAACCTGATTTCTCTCCT 
DTFKCI YDSKPDFSP 

406 ATTGATTAATTGTTTTGTATTT GACTGAATTTTGAC AATAAA GGT 
I D 

polyadenylation signal 

451 ACTATCGTTATGAAAAAAAAAAAAAAAAAA 



poly (A) tail 



FIG 3.1 



2-2 
2-3 



start 



GGCACGAGCAAAAATGAAACTCCTCTTGTGCTTTGC 
GGCACGAGCAAAAATGAAACTCCTCTTGTGCTTTGC 



2-2 TT CGGCGCCATCGTGATCGGAGCTCAGGCTCTCACCG 

2-3 TT CGCCGCCATCGTCATCGGAGCTCAGGCTCTCACCG 

2-2 ACGAACAGATACAGAAAAGGAACAAGATCAGCAAAGA 

2-3 ACGAACAGAT ACAGAAAAGGAACAAGATCAGCAAAGA 

2-2 AT GCCA GGA GGTGTCCGGAGTGTCCCAAGAGACGATC 

2-3 AT GCCAGGAGGTGTGGGGAGTGTCGCAAGAGACGATC 



2-2 GACAAAGT 
2-3 GACAAAGT 



C C GCACAGGTGTCTTGGTCGA 
C C GCACAGGTGTCTTGGTCGA 



G A T C C C A 
G A T C C C A 



2-2 AAAT GAAGAAGCACGTCCTCTGCTTCTCGAAGAAAAC 
2-3 AAATGAAGAAGCACGTCCTCTGCTTCTCGAAGAAAAC 



2-2 T G G A G T 
2-3 T G G A G T 



GGC A ACCGAAGCCGGAGACACCAATGTGGAG 
GG C A ACCGAAGCCGGAGACACCAATGTGGAG 



2-2 GTACT CAAAGCCAAGCTGAAGCATGTGGCCAGCGACG 
2-3 GTACTCAAAGCCAAGCTGAAGCATGTGGCCAGCGACG 



2-2 
2-3 



A A G A 
A A G A 



GT GGA CAAGATCGTGCAGAAGTGCGTGGTCAA 
GTGGACAAGATCGTGCAGAAGTGCGTGGTCAA 



2-2 GAAGGCCACACCAGAGGAAACGGCTTATGACACCTTC 
2-3 GAAGGCCACACCAGAGGAAACGGCTTATGACACCTTC 



2-2 AAGTGTATTTACGACAG 
2-3 AAGTGTATTTACGACAG 



AAACCTGATTTCTCTCCTA 
AAACCTGATTTCTCTCCTA 



2-2 TTGATTAATTGTTTTGTATTTGACTGAATTTTGACAA 
2-3 TTGATTAATTGTTTTGTATTTGACTGAATTTTGACAA 



2-2 TAAAGGTA 
2-3 TAAAGGTA 



T ATCGTTATG 
T ATCGTTATG 



A A A A A 
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FIG 4.1 




FIG 4.4 
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FIG 4.5 



Tm 13,17 cDNA 



1 AGTGGATCCiUVAGAATTCGGCACGAGACTACTAAdAI^AAGTTG^ 

MKLLCCL I S 

6 1 CCCTCATTCTGTTGGTC^lCAGTTCAGGCCCTGACCGAGGCACAAATTGA 

LILLVTVQA AL T E A Q I E K L N ?; 

TForward Primer 

121 AGATCAG<lAAAAAATGTCAAAATGAAAGT)Ga^(^TGT 



ISKKGQNESGVSQEIITKAR 

181 GCAACGGTGACTGGGAGGACGATCCTAAACTGAAACGCCAAGTTTTTTGCGTGGCCLAGGA 
NGDWE DDPKLKRQVFCVAR N 

241 ACGCCGGTCTGGCCACGGAATCGGGAGAGGTGGTGGTCGACGTGTTQlGGGAGAAGGTGA 
AGLATESGEVVVDVLREK VR 

301 GGAAGGTCACTGACAACGACGAAGAAACTGAGAAAATCATCAAT AAGTGCGCCGT 

KVTDNDEETEKIINKCA. V K R 

Reverse Primer 



361 GAjGATACTGTTGAAGAGA}::GGTGTTCAATACTTTCAAATGTGTCATGAAA^^ 



DTVEETVFNTFKCVHKNK PR 

421 AGTTCTCAGCAGTTGATTGAAGCACCACGACTAGTAGATGGTTCi^AATC'GTGTGCTTT AC 
F S P V D * 



481 ATATAAAAArAAAGTGTTTCTGATGTAAAAAAAAAAAAAAAAAAAAAAAAAACTC 

FIG. 4.6 a 



B. 



2-2 

Tm 13.17 
B2 

AFP-3 



Forward Primer 



LTDEQi QKRNKI SKECQQVS 
LTEAQl EKLNKI SKKCQNES 
LTEEDLQLLRQTSAECKTES 
ETPREKLKQHSDACKAES 



G V S Q E 

G V S Q E' 

G A S E A 

G V S E E 



Tl DKVRTGVLV 
1 I TKARNGDWE 
VI KKARKGDLE 
SLNKVRNREEV 



2-2 

Tm 13.17 
B2 

AFP-3 



2-2 

Tm 13.17 
B2 

AFP-3 



DDPKMKKHVLCFSKKTGVATEAGDTNVEVLKAKLKH 
DDPKLKRQVFCVARNAGLATESGEVVVDVLREKVRK 
DDPKLKMQLLCI FKALEI VAESGEI EADTFKEKLTR 
DDPKLKEHAFCi LKRAGFI DASGEFQLDHl KTKFKE 



Reverse Primer 
VAS DEEVDKIVQKCVVKK 
VTDNDEETEKI I NKCAVKR 
VTNDDEESEKI VEKCTVTE 
NSEHPEKVDDLVAKCAVKK 



A T P E E T 

D T V E E T 

D T P E D T 

D T P 0 H S 



AYDTFKCI YDS 
VFNTFKCVMKN 
AFEVTKCVLKD 
SADFFKCVHDN 



.2-2 K P D F S P I D 

Tm 13.17 KPKFSPVD 

B2 KPNFFGDLFV 

AFP-3 R S 



percent % composition 




MeltingTemperature (°C ) 



Forward 28.6 14.3 42.9 14.3 



44.0 



Reverse 



25.0 31.3 .6.3 37.5 



44.0 



FIG 4.6 
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3-4 



1 ggcacgagcaaaa IaTgI aaactcctcttgtgctttgctttcgccgcc 

MKLLLCFAFAA 

47 ATCGTCATGGGAGCTCAGGCTCTCACCGACGAACAGATACAGAAA 
I VI G A Q A iJ^L T D E Q 1 Q K 

92 AGGAACAAGATCAGCAAAGAATGCCAGCAGGTGTCCGGAGTGTCC 
RNKI SKECQQVSGVS 

137 CAAGAGACGATCGACAAAGTCCGCACAGGTGTCTTGGTCGACGAT 
QETI DKVRTGVLVDD 

182 CCCAAAATGAAGAAGCACGTCCTCTGCTTCTCGAAGAAAACTGGA 
PKMKKHVLGFSKKTG 

226 GTGGCAAGGGAAGCCGGAGAGACCAATGTGGAGGTACTCAAAGCC 
VATEAGDTNVEVLKA 

271 AAGCTGAAGCATGTGGCCAGCGACGAAGAGGTGGACAAGATCGTG 
KLKHVASDEEVDKI V 

316 GAGAAGTGCGTGGTCAAGAAGGCCACACCAGAGGAAAGGGCTTAT 
QKCVVKKATPEETAY 

361 GACACGTTCAAGGTTATTTACGACAGTAAACCTGATTTCTCTCCT 
DTFKVl YDSKPDFSP 

406 ATTGATTAATTGTTTTGTATTTGACTGAATTTT GAC AAT AA A GGT 
1 D 

polyadenylation signal 

451 ACTATCGTTATGTAAAAAAAAAAAAAAAAA 



poly (A) tail 



FIG. 4.10 a 



Analysis 


Whole Protein 


Molecular Weight 


12839.70 m.w. 


Length 


115 


1 microgram = 


77.883 pMoles 


Molar Extinction coefficient 


2920±5% 


1 A(280) = 


4.40 mg/ml 


Isoelectric Point 


7.14 


Charge at pH 7 


0.16 



Whole Protein Composition Analysis 





Number 


%by 


%by 


Amino Acicl(s) 


count 


weight 


frequency 


Charoed (RKHYCDE) 


47 


46.41 


40.87 


Acidic (DE) 


20 


18.91 


17.39 


Basic (KR) 


20 


20.41 


17.39 


Polar (NCQSTY) 


29 


24.55 


25.22 


Hydrophotiic (AILFWV) 


35 


28.04 


30.43 


A Ala 


6 


3.32 


5.22 


C Cys 


3 


2.41 


2.61 


D Asp 


11 


9.86 


9.57 


EGlu 


9 


9.05 


7.83 


FPhe 


3 


3-44 


2.61 


GGly 


4 


1.78 


3.48 


H His 


2 


2.14 


1.74 


1 lie 


6 


5.29 


5.22 


KLys 


18 


17.97 


15.65 


L Leu 


5 


4.41 


4.35 


M Met 


1 


1.02 


0.87 


N Asn 


2 


1.78 


1.74 


P Pro 


4 


3.02 


3.48 


QGIn 


6 


5.99 


5.22 


R Arg 


2 


2.43 


1.74 


S Ser 


7 


4.75 


6.09 


TThr 


9 


7.09 


7.83 


VVal 


15 


11.58 


13.04 


WTrp 


0 


0.00 


0.00 


YTyr 


2 


2.54 


1,74 


8 Asx 


0 


0.00 


0.00 


ZGix 


0 


0.00 


0.00 


X Xxx 


0 


0.00 


0.00 


.Ter 


0 


0.00 


' 0.00 



Predicted Amino Acid 



Composition of 3-4 



FIG. 4.10 b 



3-9 



1 GGC ACGAGCA AA aIaTgIa A ACT CCT CTT GT GCTTT GCTTT CGCCGCC 



MKLLLCFAFAA 

47 ATCGTCATCGGAGCTCAGGCTCTCACCGATGAACAGATACAGAAA 
I VI G A Q A j|^L T D E Q 1 Q K 

92 AGGAACAAGATCAGCAAAGAATGCCAGCAGGAGTCCGGAGTGTCC 
RNKI SKECQQESGVS 

137 CAAGAGACGATCGACAAAGTCCGCACAGGTGTCTTGGTCGACGAT 
QETI DKVRTGVLVDD 

182 CCCAAAATGAAGAAGCACGTCCTCTGCTTCTCGAAGAGAACTGGA 
PKMKKHVLCFSKRTG 

226 GTGGCAACCGAAGGCGGAGACAGGAATGTGGAGGTAGTCAAAGCC 
VATEAGDTNVEVLKA 

271 AAGCTGAAGCATGTGGCCAGCGACGAAGAAGTGGAGAAGATCGTG 
KLKHVASDEEVDKI V 

316 CAGAAGTGCGTGGTCAAGAAGGCCACACCAGAGGAAACGGCTTAT 
QKCVVKKATPEETAY 

361 GACACGTTCAAGTGTATTTACGACAGTAAACGTGATTTCTCTGCT 
DTFKVI YDSKPDFSP 

406 ATTGATTAATTGTTTTGTATTTGACTGAATTTT GAG A AT AAA GGT 
I D * 

polyadenylation signal 

451 ACTATCGTTATQAAAAAAAAAAAAAAAAAA 



poly (A) tail 



FIG. 4.11a 



Predicted Amino Acid 



Composition of 3-9 



Analysis 


Whole Protein 


Mrvlor*) liar VA/oinht 


1 2871 .80 m.w. 


Length 


115 


1 microgram = 


77.689 pMoies 


Molar Extinction coefficient 


3040±S% 


1 A{280) = 


4.23 mg/m! 


Isoelectric Point 


7.11 


Charge at pH 7 


0.13 



Whole Protein Composition Analysis 





Number 


%by 


%by 


Amino Acid(s) 


count 


weight 


frequency 


Charged (RKHYCDE) 


48 


47.31 


41.74 


Acidic (DE) 


20 


18.86 


17.39 


Basic (KR) 
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17.39 


Polar (NCQSTY) 
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25.29 
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Hydrophobic (AILFWV) 
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C Cys 
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D Asp 


11 


9.84 


9.57 
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F Phe 
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G Gly 
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1.77 
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H His 
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1.74 


1 He 
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K Lys 
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LLeu 
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M Met 
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0-87 


N Asn 
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R Arg 
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S Ser 
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FIG. 4.11 b 



7-5 



1 GGC ACGAGCA AA a IaTgI a A ACT CCT CTT GT GCTTT GCGTT CGCCGCC 

MKLLLCFAFAA 

47 ATCQTCATCGGAGCTCAGGCTCTCACCGACGAACAGATACAGAAA 
I VI G A Q A J|^L T D E Q 1 Q K 

92 AGGAACAAGATCAGCAAAGAGTGCCAGCAGGTGTCCGGAGTGTCC 
RNKl SKECQQESGVS 

137 CAAGAGACGATCGACAAAGTCCGCACAGGTGTCTTGGTCGACGAT 
QETI DKVRTGVLVDD 

182 CCCAAAATGAAGAAGCACGTCCTCTGCTTCTCGAAGAAAACTGGA 
PKMKKHVLCFSKRTG 

226 GTGGCAACCGAAGCCGGAGACACCAATGTGGAGGTACTCAAAGCG 
VATEAGDTNVEVL KA 

271 AAGCTGAAGCATGTGGCCAGGGACGAAGAAGTGGACAAGATCGTG 
KLKHVASDEEVDKI V 

316 CAGAAGTGGGTGGTCAAGAAGGGCAGACGAGAGGAAACGGCTTAT 
QKCVVKKATPEETAY 

361 GACACCTTCAAGTGTATTTACGACAGTAAACCTGATTTCTGTCCT 
DTFKVI YDSKPDFSP 

406 ATTGATTAATTGTTTTGTATTTGGCTGAATTTT GAG A AT AAA GGT 
I D 

polyadenylation signal 

451 ACTATCGTTATGTAAAAAAAAAAAAAAAAA 



poly (A) tail 



FIG. 4.12 a 



Predicted Amino Acid 
Composition of 7-5 
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77,859 pMoles 


Molar Extinction coefficient 
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4,22 mg/ml 


Isoeiectric Point 
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Charge at pH 7 
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His-tagged Clone 2.2 with signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

His-tag Start Codon 
AAGGAGATAT ACC ATG GGC AGC AGC CAT CAT CAT CAT CAT CAC AGC 96 
Met Gly Ser Ser His His His His His His Ser 
-55 -50 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-45 -40 -35 

AFP Start Codon 

GGA CAG CAA ATG GGT CGC GGA TCC GAA TTC GCA CGA GCA AAA ATG 18 6 

Gly Gin Gin Met Gly Arg Gly Ser Glu Phe Ala Arg Ala Lys Met 
-30 -25 -20 

AAA CTC CTC TTG TGC TTT GCG TTC GCC GCC ATC GTC ATC GGA GCT 231 
Lvs Leu Leu Leu Cvs Phe Ala Phe Ala Ala lie Val lie Glv Ala 
-15 -10 -5 

N- terminal of mature AFP 
CAG GCT CTC ACC GAC GAA CAG ATA CAG AAA AGG AAC AAG ATC AGC 276 
Gin Ala Leu Thr Asp Glu Gin lie Gin Lys Arg Asn Lys lie Ser 

15 10 

AAA GAA TGC CAG CAG GTG TCC GGA GTG TCC CAA GAG ACG ATC GAC 321 
Lys Glu Cys Gin Gin Val Ser Gly Val Ser Gin Glu Thr lie Asp 
15 20 25 

AAA GTC CGC ACA GGT GTC TTG GTC GAT GAT CCC AAA ATG AAG AAG 3 66 

Lys Val Arg Thr Gly Val Leu Val Asp Asp Pro Lys Met Lys Lys 
30 35 40 

CAC GTC CTC TGC TTC TCG AAG AAA ACT GGA GTG GCA ACC GAA GCC 411 
His Val Leu Cys Phe Ser Lys Lys Thr Gly Val Ala Thr Glu Ala 
45 50 55 

GGA GAC ACC AAT GTG GAG GTA CTC AAA GCC AAG CTG AAG CAT GTG 456 
Gly Asp Thr Asn Val Glu Val Leu Lys Ala Lys Leu Lys His Val 
60 65 70 

GCC AGC GAC GAA GAG GTG GAC AAG ATC GTG CAG AAG TGC GTG GTC 501 
Ala Ser Asp Glu Glu Val Asp Lys lie Val Gin Lys Cys Val Val 
75 80 85 

AAG AAG GCC ACA CCA GAG GAA ACG GCT TAT GAC ACC TTC AAG TGT 546 
Lys Lys Ala Thr Pro Glu Glu Thr Ala Tyr Asp Thr Phe Lys Cys 
90 95 100 

Stop Codon 

ATT TAC GAC AGT AAA CCT GAT TTC TCT CCT ATT GAT TAA TTGTTTTGTA 59 5 
lie Tyr Asp Ser Lys Pro Asp Phe Ser Pro lie Asp * 
105 110 115 

Polyadenylation signal Poly-A tail 
TTTGACTGAA TTTTGAC AAT AAA GGTAATA TCGTTATGTA AAAAAAAAAA 645 

AAAAAACTCG AGCACCACCA CCACCACCAC TGAGAT 681 



FIG. 5.7 



His-tagged clone 2.2 without signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

His-tag Start Codon 
AAGGAGATAT ACC ATG GGC AGC AGC CAT CAT CAT CAT CAT CAC AGC 96' 
Met Gly Ser Ser His His His His His His Ser 
-30 -25 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-20 -15 -10 

N-terminal of mature AFP 
GGA CAG CAA ATG GGT CGC GGA TCC CTC ACC GAC GAA CAG ATA CAG 186 
Gly Gin Gin Met Gly Arg Gly Ser Leu Tiir Asp Glu Gin lie Gin 
-5 15 

AAA AGG AAC AAG ATC AGC AAA GAA TGC CAG CAG GTG TCC GGA GTG 231 
Lys Arg Asn Lys lie Ser Lys Glu Cys Gin Gin Val Ser Gly Val 
10 15 20 

TCC CAA GAG ACG ATC GAC AAA GTC CGC ACA GGT GTC TTG GTC GAT 276 
Ser Gin Glu Thr lie Asp Lys Val Arg Thr Gly Val Leu Val Asp 
25 30 35 

GAT CCC AAA ATG AAG AAG CAC GTC CTC TGC TTC TCG AAG AAA ACT 321 
Asp Pro Lys Met Lys Lys His Val Leu Cys Phe Ser Lys Lys Thr 
40 45 50 

GGA GTG GCA ACC GAA GCC GGA GAC ACC AAT GTG GAG GTA CTC AAA 3 66 
Gly Val Ala Thr Glu Ala Gly Asp Thr Asn Val Glu Val Leu Lys 
55 60 65 

GCC AAG CTG AAG CAT GTG GCC AGC GAC GAA GAG GTG GAC AAG ATC 411 

Ala Lys Leu Lys His Val Ala Ser Asp Glu Glu Val Asp Lys lie 
70 75 80 

-GTG CAG AAG TGC GTG GTC AAG AAG GCC ACA CCA GAG GAA ACG GCT 456 
Val Gin Lys Cys Val Val Lys Lys Ala Thr Pro Glu Glu Thr Ala 
85 90 95 

TAT GAC ACC TTC AAG TGT ATT TAC GAC AGT AAA CCT GAT TTC TCT 501 
Tyr Asp Thr Phe Lys Cys lie Tyr Asp Ser Lys Pro Asp Phe Ser 
100 , 105 110 

Stop Codon 

CCT ATT GAT TAA CTCGAGCACC ACCACCACCA CCACTGAGAT 543 
Pro lie Asp * 
115 



FIG. 5.8 



His-tagged clone 2.3 with signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

His -tag Start Codon 

AAGGAGATAT AGO ATG GGC AGC AGO CAT CAT CAT CAT CAT CAC AGC 9 6 

Met Gly Ser Ser His His His His His His Ser 
-55 -50 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-45 -40 -35 

AFP Start Codon 

GGA CAG CAA ATG GGT CGC GGA TCC GAA TTC GCA CGA GCA AAA ATG 18 6 

Gly Gin Gin Met Gly Arg Gly Ser Glu Phe Ala Arg Ala Lys Met 
-30 -25 -20 

AAA CTC CTC TTG TGC TTT GCT TTC GCC GCC ATC GTC ATC GGA GCT 231 
Lvs Leu Leu Leu Cvs Phe Ala Phe Ala Ala lie Val lie Glv Ala 
-15 -10 -5 

N-terminal of Mature AFP 
CAG GCT CTC ACC GAC GAA CAG ATA CAG AAA AGG AAC AAG ATC AGC 2 76 

Gin Ala Leu Thr Asp Glu Gin lie Gin Lys Arg Asn Lys lie Ser 

15 10 

AAA GAA TGC CAG CAG GTG TCC GGA GTG TCC CAA GAG ACG ATC GAC 321 
Lys Glu Cys Gin Gin Val Ser Gly Val Ser Gin Glu Thr lie Asp 
15 20 25 

AAA GTC CGC ACA GGT GTC TTG GTC GAT GAT CCC AAA ATG AAG AAG 3 66 

■Lys Val Arg Thr Gly Val Leu Val Asp Asp Pro Lys Met Lys Lys 
30 35 40 

CAC GTC CTC TGC TTC TCG AAG AAA ACT GGA GTG GCA ACC GAA GCC 411 
His Val Leu Cys Phe Ser Lys Lys Thr Gly Val Ala Thr Glu Ala 
45 50 55 

GGA GAC ACC AAT GTG GAG GTA CTC AAA GCC AAG CTG AAG CAT GTG 456 
Gly Asp Thr Asn Val Glu Val Leu Lys Ala Lys Leu Lys His Val 
60 65 70 

GCC AGC GAC GAA GAA GTG GAC AAG ATC GTG CAG AAG TGC GTG GTC 501 
Ala Ser Asp Glu Glu Val Asp Lys He Val Gin Lys Cys Val Val 
75 80 85 

AAG AAG GCC ACA CCA GAG GAA ACG GCT TAT GAC ACC TTC AAG TGT 546 
Lys Lys Ala Thr Pro Glu Glu Thr Ala Tyr Asp Thr Phe Lys Cys 
90 95 100 

Stop Codon 

ATT TAG GAC AGT AAA CCT GAT TTC TCT GCT ATT GAT TAA TTGTTTTGTA 595 
He Tyr Asp Ser Lys Pro Asp Phe Ser Pro He Asp * 
105 110 115 

Polyadenylation signal Poly-A tail 
TTTGACTGAA TTTTGAC AAT AAA GGTACTA TCGTTATGAA AAAAAAAAAA 645 

AAAAAAACTC GAGCACCACC ACCACCACCA CTGAGAT 682 
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His-tagged Clone 2.3 without signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

His-tag Start Codon 
AAGGAGATAT ACC ATG GGC AGC AGC CAT CAT CAT CAT CAT CAC AGC 96 
Met Gly Ser Ser His His His His His His Ser 
-30 -25 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-20 -15 -10 

N- terminal of mature AFP 
GGA CAG CAA ATG GGT CGC GGA TCC CTC ACC GAC GAA CAG ATA CAG 185 
Gly Gin Gin Met Gly Arg Gly Ser Leu Thr Asp Glu Gin He Gin 
-5 1 5 

AAA AGG AAC AAG ATC AGC AAA GAA TGC CAG CAG GTG TCC GGA GTG 231 
Lys Arg Asn Lys He Ser Lys Glu Cys Gin Gin Val Ser Gly Val 
10 15 20 

TCC CAA GAG ACG ATC GAC AAA GTC CGC ACA GGT GTC TTG GTC GAT 27 6 
Ser Gin Glu Thr He Asp Lys Val Arg Thr Gly Val Leu Val Asp 
25 30 35 

GAT CCC AAA ATG AAG AAG CAC GTC CTC TGC TTC TCG AAG AAA ACT 321 
Asp Pro Lys Met Lys Lys His Val Leu Cys Phe Ser Lys Lys Thr 
40 45 50 

GGA GTG GCA ACC GAA GCC GGA GAC ACC AAT GTG GAG GTA CTC AAA 3 66 
Gly Val Ala Thr Glu Ala Gly Asp Thr Asn Val Glu Val Leu Lys 
55 60 65 

GCC AAG CTG AAG CAT GTG GCC AGC GAC GAA GAA GTG GAC AAG ATC 411 
Ala Lys Leu Lys His Val Ala Ser Asp Glu Glu Val Asp Lys He 
70 75 80 

GTG CAG AAG TGC GTG GTC AAG AAG GCC ACA CCA GAG GAA ACG GCT 456 
Val Gin Lys Cys Val Val Lys Lys Ala Thr Pro Glu Glu Thr Ala 
85 90 95 

TAT GAC ACC TTC AAG TGT ATT TAC GAC AGT AAA CCT GAT TTC TCT 501 
Tyr Asp Thr Phe Lys Cys He Tyr Asp Ser Lys Pro Asp Phe Ser 
100 105 110 

Stop Codon 

CCT ATT GAT TAA CTCGAGCACC ACCACCACCA CCACTGAGAT 543 
Pro He Asp * 
115 
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His-tagged Tm 13.17 with signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

Hi's-tag Start Codon 
AAGGAGATAT ACC ATG GGC AGC AGC CAT CAT CAT CAT CAT CAC AGC 96 
Met Gly Ser Ser His His His His His His Ser 
-65 -60 -55 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-50 -45 -40 

GGA CAG CAA ATG GGT CGC GGA TCC GAA TTC TGG ATC CAA AGA ATT 186 
Gly Gin Gin Met Gly Arg Gly Ser Glu Phe Trp lie Gin Arg lie 
-35 -30 -25 

AFP Start Codon 

CGG CAC GAG ACT ACT AAG ATG AAG TTG CTC TGT TGT CTA ATC TCC 231 

Arg His Glu Thr Thr Lys Met Lvs Leu Leu Cvs Cvs Leu lie Ser 

-20 -15 -10 

N-terminal of mature AFP 
CTC ATT CTG TTG GTC ACA GTT CAG GCC CTG ACC GAG GCA CAA ATT 276 
- Leu lie Leu Leu Val Thr Val Gin Ala Leu Thr Glu Ala Gin lie 
-5 15 

GAG AAA CTG AAC AAG ATC AGC AAA AAA TGT CAA AAT GAA AGT GGA 321 
Glu Lys Leu Asn Lys lie Ser Lys Lys Cys Gin Asn Glu Ser Gly 
10 15 20 

GTG TCG CAA GAG ATC ATA ACC AAA GCT CGC AAC GGT GAC TGG GAG 3 66 

Val Ser Gin Glu lie lie Thr Lys Ala Arg Asn Gly Asp Trp Glu 
25 30 35 

GAC GAT CCT AAA CTG AAA CGC CAA GTT TTT TGC GTG GCC AGG AAC 411 
Asp Asp Pro Lys Leu Lys Arg Gin Val Phe Cys Val Ala Arg Asn 
40 45 50 

GCC GGT CTG GCC ACG GAA TCG GGA GAG GTG GTG GTC GAC GTG TTG 456 
Ala Gly Leu Ala Thr Glu Ser Gly Glu Val Val Val Asp Val Leu 
55 60 65 

AGG GAG AAG GTG AGG AAG GTC ACT GAC AAC GAC GAA GAA ACT GAG 501 
Arg Glu Lys Val Arg Lys Val Thr Asp Asn Asp Glu Glu Thr Glu 
70 75 80 

AAA ATC ATC AAT AAG TGC GCC GTC AAG AGA GAT ACT GTT GAA GAG 546 
Lys lie lie Asn Lys Cys Ala Val Lys Arg Asp Thr Val Glu Glu 
85 90 95 

ACG GTG TTC AAT ACT TTC AAA TGT GTC ATG AAA AAC AAG CCA AAG 595 
Thr Val Phe Asn Thr Phe Lys Cys Val Met Lys Asn Lys Pro Lys 
100 105 110 

Stop Codon 

TTC TCA CCA GTT GAT TGA ACCACCACGA CTAGTAGATG GTTCAAATGG 643 
Phe Ser Pro Val Asp * 
115 

Polyadenylation signal Poly- A tail 
TGTGCTTTAC ATATAA AAAT AAA GTGTTTC TGATGTAAAA AAAAAAAAAA 593 

AAAAAAAAAA AACTCGAGAG TATTCTAGAG CGGCCGCGGG CCCATCGTTT 743 

TCCACCCCTC GAGCACCACC ACCACCACCA CTGAGAT 777 
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His-tagged Tm 13.17 without signal sequence 



TTGTTAGCGG ATGGAATTCC CTCGTAGGGG ATAATTTTGT TTACTTTAAG 50 

His-tag Start Codon 
AAGGAGATAT ACC ATG GGC AGC AGC CAT CAT CAT CAT CAT CAC AGC 96 
Met Gly Ser Ser His His His His His His Ser 
-30 -25 

AGC GGC CTG GTG CCG CGC GGC AGC CAT ATG GCT AGC ATG ACT GGT 141 
Ser Gly Leu Val Pro Arg Gly Ser His Met Ala Ser Met Thr Gly 
-20 -15 -10 

N- terminal of mature AFP 
GGA CAG CAA ATG GGT CGC GGC CTG ACC GAG GCA CAA ATT GAG AAA 186 
Gly Gin Gin Met Gly Arg Gly Leu Thr Glu Ala Gin lie Glu Lys 
-5 15 

CTG AAC AAG ATC AGC AAA AAA TGT CAA AAT GAA AGT GGA GTG TCG 231 
Leu Asn Lys lie Ser Lys Lys Cys Gin Asn Glu Ser Gly Val Ser 
10 15 20 

CAA GAG ATC ATA ACC AAA GCT CGC AAC GGT GAC TGG GAG GAC GAT 27 6 

Gin Glu lie lie Thr Lys Ala Arg Asn Gly Asp Trp Glu Asp Asp 
25 30 35 

CCT AAA CTG AAA CGC CAA GTT TTT TGC GTG GCC AGG AAC GCC GGT 321 
Pro Lys Leu Lys Arg Gin Val Phe Cys Val Ala Arg Asn Ala Gly 
40 45 50 

CTG GCC ACG GAA TCG GGA GAG GTG GTG GTC GAC GTG TTG AGG GAG 3 66 

Leu Ala Thr Glu Ser Gly Glu Val Val Val Asp Val Leu Arg Glu 
55 60 65 

AAG GTG AGG AAG GTC ACT GAC AAC GAC GAA GAA ACT GAG AAA ATC 411 
Lys Val Arg Lys Val Thr Asp Asn Asp Glu Glu Thr Glu Lys lie 
70 75 80 

ATC AAT AAG TGC GCC GTC AAG AGA GAT ACT GTT GAA GAG ACG GTG 456 
lie Asn Lys Cys Ala Val Lys Arg Asp Thr Val Glu Glu Thr Val 
85 90 95 

TTC AAT ACT TTC AAA TGT GTC ATG AAA AAC AAG CCA AAG TTC TCA 501 
Phe Asn Thr Phe Lys Cys Val Met Lys Asn Lys Pro Lys Phe Ser 
100 105 110 

Stop Codon 

CCA GTT GAT TGA CTCGAGCACC ACCACCACCA CCACTGAGAT 543 
Pro Val Asp * 
115 
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DNA sequence of Tm 13.17 cDNA clone 



B E 
a c 
lu o 
H R 
I I 

1 agtggatccaaagaattcggcacgagactactaacSiSaagtt 

HKLLCC'L I- S 

6 1 ccctcattctgttggtcacagttcaggccq2c|ase®^^ 

lillvtvqa ^l teaqieklnk 

121 agatcagcaaaaaatgtcaaaatgaaagtggaGtgtcgcaagag^ 

iskkcqnesgvsqei'itkar 

181 gcaacggtgactgggaggacgatcctaaactgaaacgccaagtttttt^ 

ngdweddpklkrqvfcvarn 

241 ACGCCGGTCTGGCCACGGAATCGGGAGAGGTGGTGGTCGACGTGTTGAGGGAGAAGGTC^ 
AGLATE S GEVVVDVL'RE K VR 

301 GGAAGGTCACTGACAACGACGAAGAAACTGAGAAAATCATCAATAAGTC^ 

KVTDNDEETEKIINKCAVKR 

361 GAGATACTGTT.GAAGAGACGGTGTTCAATACTTTCAAATGTGTCATGAAAAAC^ 

DTVEETVFNTFKCVMKNK PK 

42 1 AGTT&mhCCKGfT<M^^SMi 
F S P V D * 

X 
h 
o 
I 

481 ATATAAAAATAAAGTGTTTCTGATGTAAAAAAAAAAAAAAAAAAAAAAAAAACTC 
polyadenylation signal poly (A) tail (26) 

537 AGAGTATTCTAGAGCGGCCGCGGGCCCATCGTTTTCCACCC 



FIG. 8.43 



2-2 



1 GGCACGAGCAAA A |a T G| A AACTCCTGTTGTGCTTTGGGTTCGCCGCC 

MKLLLCFAFAA 



47 



92 



ATCGTCATCGGAGGTCAGGGTCTCACCGACGAACA0ATACAGAAA 
' VI GAQAaLTDEQi QK 



t' 



AGGAACAAGATGAGCAAAGAATGGGAGGAGGTGTGGGGAGTGTCC 
RNKl SKECQQVSGVS 



;,-.;i37 GAAGAGAGGATCGAGAAAGTCGGCAGAGGTGTCTTGGTCGATGAT 
i QETIDKVRTGVLVDD 

pi 82 CCCAAAATGAAGAAGCACGTCGTCTGGTTCTCGAAGAAAACTGGA 
H PKMKKHVLCFSKKTG 

;"'226 GTGGGAACCGAAGCCGGAGACACCAATGTGGAGGTACTGAAAGGC 
U VATEAGDTNVEVLKA 

p271 AAGCTGAAGGATGTGGGCAGGGAGGAAGAGGTGGACAAGATCGTG 
y KLKHVASDEEVDKl V 

==316 CAGAAGTGCGTGGTCAAGAAGGCCACACCAGAGGAAAGGGGTTAT 
QKCVVKKATPEETAY 

361 GACACCTTCAAGTGTATTTACGACAGCAAACGTGATTTCTCTCCT> 
DTFKCI YDSKPDFSP 



406 ATTGATTAATTGTTTTGTATTTGACTGAATTTTGACAATAAAGGT 

I □ * 



451 ACTATCGTTATGTAAAAAAAAAAAAAAAAA 



polyadciiylation signal 



poly (A) tail 



FIG. 8.44 



